SUPPL. Figure 1: number of genes sequenced in tumor tissue in each patient
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SUPPL. Figure 2: number of alteration by sample in IbNGS patients

Alterations by samples
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SUPPL. Figure 3: types of alterations detected with LB
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SUPPL Figure 4: number of alterations by genes in IbNGS samples

Alterations by genes
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SUPPL. Figure 5: frequency of alterations for each gene across all sequenced samples in ttNGS patients (genes sequenced in less
than 5 samples and with a alterations frequency < 1% are not represented)

)

2

() 30% -

=

&

)]

I8

= 20%-

()]

|

S

© 10%-

= 0% - Ill......----------_
m<8<xmurx<g<§mrrovmxrx§ xu_D_I_II
O cOXL OOV O h&m<oF @§o<>
Y EOXAK o §§wa<¥ m< L

mZAg o m %) o < %
o

M
SM




